FIG. 1A 



ri 



- 1 CCCACGCGTCCGGGGAGCTTGCACTAACATCTACAATGGCTTCTAAAAAGCACAGATGAC 60 

6 1 C TGC T AC AC TTC CTGAC TTGC TTGCT ATTGGTTGGC AC TGTTC AT AAAT ATAATTTGC TC 120 

121 TTTCACTTTTCTTTGAAATGAGC AACCTGAATTACTCGGAGGAGAAAGGCAGGAGAGATA 180 

181 GAGGCAGC AGAAGCCAGGGCAGCTGAAAGACAGAGACCTTCAGTCTGAACCAACAAC AAG 240 

241 CAAAGTTAAATTATGGATATCCAAGGGAGTCTATAGAAGGTCCATGCAAGACATTTTGAC 300 

301 TACTTGTCTGAACTAGATATCCCTTGAATGTGCACAC AAAAAGTGAATGGGTCATTTGAT 360 

361 AAGGGAAAACTAGGTTCCAAGATGGCTGAATAGGAAGAGCTCCAGTCTGC AGATCCC AGT 420 

421 GTGAGCAACGTGGAAGATGGGTGATTTCTGCATTTCCAACTGAGCATGGAGAGAAAAATT 480 



481 TATGTCCTTGC AACC ATCCATCTCCGTATC AGAAATGGAACC AAATGGC ACCTTCAGC AA 540 
1 MEPNGTFSN 9 



541 TAACAACAGCAGGAACTGCACAATTGAAAACTTCAAGAGAGAATTTTTCCCAATTGTATA 600 
10 NNSRNCTIENFKRE F F P I V Y 29 



601 TCTGATAATATTTTTCTGGGGAGTCTTGGGAAATGGGTTGTCCATATATGTTTTCCTGCA 660 
30 LI IFFWGVLGNGLS IYVFL Q 49 



661 GCCTTATAAGAAGTCCAC ATCTGTGAACGTTTTCATGCTAAATCTGGCC ATTTCAGATCT 720 
50 PYK^KSTSVN VFMLNLAISDL 69 



721 CCTGTTCATAAGCACGCTTCCCTTCAGGGCTGACTATTATCTTAGAGGCTCCAATTGGAT 7 80 
70 LFI STLPFRADYYL R G S N W I 89 



7 81 ATTTGGAGACCTGGCCTGCAGGATTATGTCTTATTCCTTGTATGTC AACATGTACAGCAG 840 
90 FGDLACRIMSYSLY V N M Y S S 109 



841 TATTTATTTCCTGACCGTGCTGAGTGTTGTGCGTTTCCTGGC AATGGTTCACCCCTTTCG 900 
110 IYFLTVLSVVRFLAMV H P F R 129 



FIG. 1B 



901 GCTTCTGCATGTCACCAGCATC AGGAGTGCCTGGATCCTCTGTGGGATCATATGGATCCT 960 
130 LLHVTS IRS AWILCGIIWIL 149 



961 TATC ATGGCTTCCTCAATAATGCTCCTGGACAGTGGCTCTGAGCAGAACGGCAGTGTCAC 1020 
150 IMASSIMLL DSGSEQNGSVT 169 



1021 ATCATGCTTAGAGCTGAATCTCTATAAAATTGCTAAGCTGCAGACCATGAACTATATTGC 1080 
170 SCLELNLYKIAKLQTMNY I A 189 



1081 CTTGGTGGTGGGCTGCCTGCTGCCATTTTTCACACTCAGC ATCTGTTATCTGCTGATCAT 1140 
190 LVVGCLLPFFTLSICYL L I I 209 



1141 TCGGGTTCTGTTAAAAGTGGAGGTCCC AGAATCGGGGCTGCGGGTTTCTCAC AGGAAGGC 12 00 
210 RVLLKVEVPESGLRVSHRKA 229 



12 01 ACTGACC ACC ATC ATC ATC ACCTTGATCATCTTCTTCTTGTGTTTCCTGCCCTATCACAC 12 60 
230 LTTIIITLIIFFLCFLPYHT 249 



12 61 ACTGAGGACCGTCCACTTGACGAC ATGGAAAGTGGGTTTATGCAAAGACAGACTGCATAA 1320 
250 LRTVHLTTWKVGLCKDRLHK 269 



1321 AGCTTTGGTTATCACACTGGCCTTGGCAGC AGCC AATGCCTGCTTCAATCCTCTGCTCTA 1380 
270 ALVITLALAAANACFNPLLY 289 



1381 TTACTTTGCTGGGGAGAATTTTAAGGAC AGACTAAAGTCTGC ACTCAGAAAAGGCCATCC 1440 
290 Y F A GENFKDRLKSALRKGHP 309 



1441 AC AGAAGGC AAAGAC AAAGTGTGTTTTCCCTGTTAGTGTGTGGTTGAGAAAGGAAACAAG 1500 
310 QKAKTKCVFPVSVWLRKETR 329 



1501 AGTATAAGGAGCTCTTAGATGAGACCTGTTCTTGTATCCTTGTGTCCATCTTCATTCACT 1560 
330 V * 331 



15 61 CATAGTCTCCAAATGACTTTGTATTTACATCACTCCCAACAAATGTTGATTCTTAATATT 1620 



1621 TAGTTGACC ATTACTTTTGTTAATAAGACCTACTTC AAAAATTTTATTC AGTGTAAAAAA 1680 



1681 AAAAAAAAAAAAAAAAAAAAAAAAAAAA 1708 
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FIG. 6A 



1 ATGGAGAGAAAATTTATGTCCTTGCAACCATCCATCTCCGTATCAGAAATGGAACCAAAT 60 

1MERKFMSLQPS ISVSEMEPN 20 

6 1 GGC AC C T TC AGC AAT AAC AAC AGC AGG AAC TGC AC AATTG AAAAC TTC AAG AG AG AATTT 120 

21GTFSNNNSRNCTI ENFKREF 40 

121 TTCCCAATTGTATATCTGATAATATTTTTCTGGGGAGTCTTGGGAAATGGGTTGTCCATA 180 

41 FPIVYLI IFFWGVLGNGLS I 60 

181 TATGTTTTCCTGCAGCCTTATAAGAAGTCCACATCTGTGAACGTTTTCATGCTAAATCTG « 240 

61 Y V F L QPYKKSTSVN V F M L N L 80 

241 GCCATTTCAGATCTCCTGTTC ATAAGCACGCTTCCCTTCAGGGCTGACTATTATCTTAGA 300 

81 AISDLLFISTLPFRADYYL R 100 

3 01 GGCTCCAATTGGATATTTGGAGACCTGGCCTGCAGGATTATGTCTTATTCCTTGTATGTC 3 60 

101 GSNWI FGDLACRIMSYSLYV 120 

3 61 AAC ATGTAC AGC AGTATTTATTTCCTGACCGTGCTGAGTGTTGTGCGTTTCCTGGC AATG 420 

121 NMYSSI YFLTVLSVVRFLAM 140 



421 GTTCACCCCTTTCGGCTTCTGCATGTCACCAGCATCAGGAGTGCCTGGATCCTCTGTGGG 480 

141 VHPFRLLHVTS IRS A W I L C G 160 

481 ATC ATATGG ATCCTT ATC ATGGCTTCCTCAATAATGCTCCTGGAC AGTGGCTCTGAGC AG 540 

161 IIWILIMASSIMLL D S G S E Q 180 

541 AACGGCAGTGTCACATCATGCTTAGAGCTGAATCTCTATAAAATTGCTAAGCTGCAGACC 600 

181 NGSVTSCLELNLYK I A K L O T 200 

601 ATGAACTATATTGCCTTGGTGGTGGGCTGCCTGCTGCCATTTTTCACACTCAGCATCTGT 660 

201 MNYIALVVGCLLPFFTLSIC 220 

661 T ATCTGCTGATCATTCGGGTTCTGTTAAAAGTGGAGGTCCCAGAATCGGGGCTGCGGGTT 720 

221 Y L LI IRVLLKVEVPESGLRV 240 

721 TCTCACAGGAAGGCACTGACCACCATCATCATCACCTTGATCATCTTCTTCTTGTGTTTC 780 

241 S H R K ALTTIIITLI IFFLCF 260 

781 CTGCCCTATCACACACTGAGGACCGTCCACTTGACGACATGGAAAGTGGGTTTATGCAAA 840 

261 L P Y H T L RTVHLTTWKVGLCK 280 

841 GACAGACTGCATAAAGCTTTGGTTATCACACTGGCCTTGGCAGCAGCCAATGCCTGCTTC 900 

281 D R L H K ALVITLALAAANACF 300 
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FIG. 6B 



901 AATCCTCTGCTCTATTACTTTGCTGGGGAGAATTTTAAGGACAGACTAAAGTCTGCACTC 9 60 

301 NPLLYYFA GENFKDRLKSAL 320 

961 AG AAAAGGC C ATC C AC AG AAG GC AAAG AC AAAGTGTGTTTTC C C TGTT AGTGTGTGGTTG 1020 

321 RKGHPQKAKTKCVFPVSVWL 340 



1021 AGAAAGGAAAC AAGAGTATAA 1041 
341 R K E T R V 346 



.0 l 



Q 
sB 

ru 
ru 
m 

2 

o 
u 

w 

o 



O 

LL 



Q. 

S 

of 
o 

Q. 
O 

c 

i 

3 

X 

"3 



c 



o 

CL 



(0 

© 

1- 

a 

UJ 



6 
in 

CN 



o 
o 

CM 



O 



X 



FIG. 5 



HGPRBMY11 



Protein 


Genbank 
ID 


Identities 


Similarities 


human cysteinyl leukotriene 
receptor 


gi|l 1422069 


37% 


49% 


chick purinergic receptor 5 


gi|P32250 


36% 


46% 


human G-protein-coupIed 
receptor GPR17 


gi|Q13304 


36% 


46% 


chick purinergic receptor 


gi|P34996 


30% 


45% 


turkey purinergic receptor 


gi|P49652 


30% 


45% 


rat purinereic receptor 


gi|P49651 


30% 


44% 


HGPRB 


MYllvl 


Protein 


Genbank 
ID 


Identities 


Similarities 


human cysteinyl leukotriene 
receptor 


gi|l 1422069 


37.2% 


49% 


chick purinergic receptor 5 


gi|P32250 


36.7% 


46.1% 


human G-protein-coupled 
receptor GPR17 


gi|Q13304 


36.2% 


46.1% 


chick purinergic receptor 


pi|P34996 


29.5% 


43.9% 


turkey purinergic receptor 


gi|P49652 


29.8% 


44.2% 


rat purinergic receptor 


gi|P49651 


29.6% 


44% 



FIG. 7 



CHO NFAT/CRE.002 




FIG. 8 



CHO NFAT/CRE BMY 11.005 




FL4-H 



FIG. 9 



HEK CRE.002 




FL4-H 



FIG. 10 



HEK CREBMY1 1.004 




FL4-H 



FIG. 1 1 



CHO NFATGa 15.009 
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FIG. 12 



CHO NFAT Ga15 BMY1 1.013 




FL4-H 



FIG. 13 



Cho NFAT Gal 5 Control (Fluorescent vs. Bright Field) 




Cho NFAT Gal5 BMY1 1 (Fluorescent vs. Bright Field) 




FIG. 14c 

Cho-NFAT CRE oGPCR-lntermedlate 



FIG. 14d 



Cho-NFAT CRE oGPCR High 



FIG. 15A 



1 ATGTCCTTGCAACCATCCATCTCCGTATCAGAAATGGAACCAAATGGCACCTTCAGCAAT 6 0 

1MSLQPSI SVSEMEPNGTFSN 20 

& 6 1 AACAACAGCAGGAACTGCACAATTGAAAACTTCAAGAGAGAATTTTTCCCAATTGTATAT 120 

! 21NNSRNCTIENFKREFFPIVY 40 

121 CTGATAATATTTTTCTGGGGAGTCTTGGGAAATGGGTTGTCCATATATGTTTTCCTGCAG 180 

■y-( 41 LI IFFWGVLGNGLSIYVFLQ 60 

181 CCTTATAAGAAGTCCACATCTGTGAACGTTTTCATGCTAAATCTGGCCATTTC AGATCTC 240 

61 PYKKSTSVNVFMLNLAI SDL 80 



f=s 241 CTGTTCATAAGCACGCTTCCCTTCAGGGCTGACTATTATCTTAGAGGCTCCAATTGGATA 300 

?i J 81LFISTLPFRADYYLRGSNWI 100 

yg 301 TTTGGAGACCTGGCCTGCAGGATTATGTCTTATTCCTTGTATGTCAACATGTACAGC AGT 3 60 

n 101 FGDLACRIMSYSLYVNMYSS 120 



3 61 ATTTATTTCCTGACCGTGCTGAGTGTTGTGCGTTTCCTGGCAATGGTTCACCCCTTTCGG 420 
121 IYFLTVLSVVRFLAMVHPFR 140 



421 CTTCTGCATGTCACCAGCATCAGGAGTGCCTGGATCCTCTGTGGGATCATATGGATCCTT 480 
141 LLHVTSIRSAWILCGIIWIL 160 



481 ATC ATGGCTTCCTC AATAATGCTCCTGGACAGTGGCTCTGAGC AGAACGGC AGTGTC ACA 540 
161 IMASSIMLLDSGSEQNGSVT 180 



541 TCATGCTTAGAGCTGAATCTCTATAAAATTGCTAAGCTGCAGACCATGAACTATATTGCC 600 
181 SCLELNLYKIAKLQTMNYIA 200 



601 TTGGTGGTGGGCTGCCTGCTGCCATTTTTCACACTCAGCATCTGTTATCTGCTGATCATT 660 
201 LVVGCLLPFFTLSICYLLI I 220 



661 CGGGTTCTGTTAAAAGTGGAGGTCCC AGAATCGGGGCTGCGGGTTTCTCACAGGAAGGC A 720 
221 RVLLKVEVPESGLRVSHRKA 240 



721 CTGACC ACC ATC ATCATC ACCTTGATC ATCTTCTTCTTGTGTTTCCTGCCCTATC ACACA 780 
241 LTTIIITLIIFFLCFLPYHT 260 



781 CTGAGGACCGTCCACTTGACGACATGGAAAGTGGGTTTATGCAAAGACAGACTGCATAAA 840 
261 LRTVHLTTWKVGLCKDRLHK 280 



841 GCTTTGGTTATCACACTGGCCTTGGCAGCAGCCAATGCCTGCTTCAATCCTCTGCTCTAT 900 
281 ALVI TLALAAANACFNPLLY 300 



FIG. 15B 



901 TACTTTGCTGGGGAGAATTTTAAGGACAGACTAAAGTCTGCACTC AGAAAAGGCCATCC A 960 
301 YFAGENFKDRLKSALRKGHP 320 



961 C AG AAGGC A AAG AC AAAGTGTGTTTTC C C T GTT AGTGTGTGGTTG AGAAAGG AAAC AAG A 1020 
321 QKAKTKCVF PVSVWLRKETR 340 



1021 GTATAA 1026 
341 V 341 



